The draft genome sequence of the extracellular protease-producing bacterium Stenotrophomonas bentonitica VV6, isolated from Arctic seawater, was established. The genome size was approximately 4.365 Mb, with a GϩC content of 66.54%, and it contains 3,871 predicted protein-coding sequences (CDSs) and 60 tRNAs.
predicted. Among the CDSs, 2,908 and 1,999 proteins could be assigned to COG/KOG/ NOGs families and KEGG orthologous groups, respectively. The genomic analysis identified genes responsible for industrially important enzymes, such as protease, esterase/lipase, chitinase, amylase, cellulase, catalase, oxidase, glucanase, polysaccharide deacetylase, glycosyltransferase, alcohol dehydrogenase, and alkaline phosphatase. ␤-Lactamases were produced by VV6 which provide multiresistance to ␤-lactam antibiotics, such as penicillins, cephalosporins, and cephamycins. Cold shock proteins, which regulate the expression of various genes, including those involved in stress resistance and virulence of bacteria (10), were also found. Comparative genomic sequence analysis between strain VV6 and other strains of S. bentonitica from different environments will provide further insight into the mechanism of cold adaptation and allow a more comprehensive characterization of this bacterium. Accession number(s). This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession no. PKQP00000000. The version described in this paper is version PKQP01000000.
